Query= SEQ ID N0:1 

(2772 letters) 



Score E 

Sequences producing significant alignments: (bits) Value 

AL365232. 24. 1.120846 1913 °*° 

AL445569. 1.1. 47057 212 °-° 

AL360236. 26. 1.154998 1^5 le-94 

>AL3 652 32 .24 .1.120846 

Length = 120846 

Score = 1913 bits (965), Expect =0.0 
Identities = 965/965 (100%) 
Strand = Plus / Plus 

Query 1808 aggtacagtccatagaatccaagctggactgcctactagacatctatcaacaggtccttc 1867 

MINIM II 1 1 M 1 1 1 1 II 1 1 II 1 1 II 1 1 1 1 1 1 1 M 1 1 MUM 

Sbjct: 61339 aggtacagtccatagaatccaagctggactgcctactagacatctatcaacaggtccttc 61J98 
Query 1868 ggaaaggctctgcctcagccctcgctttggcttcattccagatcccaccttttgaatgtg 1927 

IIIIIIIIMIIIIIIMMIIMIII Illllllllllllll MM fiiARfi 

Sbjct: 61399 ggaaaggctctgcctcagccctcgctttggcttcattccagatcccaccttttgaatgtg 6l4t>8 
Query 1928 aacagacatctgactatcaaagccctgtggatagcaaagatctttcgggttccgcacaaa 1987 

MIMIIMIIMIIIIIIII MIMIIMM MIMMMIMM 

Sbjct: 61459 aacagacatctgactatcaaagccctgtggatagcaaagatctttcgggttccgcacaaa 61518 
Query 1988 acagtggctgcttatccagatcaactagtgccaacatctcgagaggcctgcagttcattc 2047 

i,i 'i : M. •illllllllllllll 

Sbjct: 61519 acagtggctgcttatccagatcaactagtgccaacatctcgagaggcctgcagttcattc 61578 
Query 2048 tgacgccaaatgagttcagtgcccagactttctacgcgcttagccctactatgcacagtc 2107 

Ml II MM I MM 1 1 Mill Mill I II 1 1 1 1 II II II I II II II II II I II 

Sbjct: 61579 tgacgccaaatgagttcagtgcccagactttctacgcgcttagccctactatgcacagtc 61638 

Query 2108 aagcaacacaggtgccaattagtcaaagcgatggctcagcagtggcagccaccaacacca 2167 

IIIIIIIIIMIIIIIIIIIMIIIMIIIMIIIIIIIIIMIIIIIIIIMIMMII 
Sbj c t : 61639 aagcaacacaggtgccaattagtcaaagcgatggctcagcagtggcagccaccaacacca 61698 

Query 2168 ttgcaaaccaaataaatacggcacccaagccagcagccccaacaactttacagatcccac 2227 

MMIIIIMIIIIIIIIIIMIIIIIMIIIIIIIII MIMIIIM IMIIIMIIM 

Sbjct: 61699 ttgcaaaccaaataaatacggcacccaagccagcagccccaacaactttacagatcccac 61 /b8 
Query 222 8 ctcctctcccagccatcaagcatctgcccaggccagaaactctgcaccctaaccctgcag 22 87 

MIMMMMMMMMMIIIMIIIMIM MIMI 'II I I 

Sbjct: 61759 ctcctctcccagccatcaagcatctgcccaggccagaaactctgcaccctaaccctgcag 61818 



Query: 2288 gcttacaggaaagcatttctgacgtcaccacctgccttgttgcctccaaggaaaatgttc 2347 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMII 

Sbjct: 61819 gcttacaggaaagcatttctgacgtcaccacctgccttgttgcctccaaggaaaatgttc 61878 

Query: 2348 aggttgcacagtcaaatctcaccaaggaccgttctatgaggaaaagctttgacatgggag 2407 

MIIMIIIIMIIIIMMIIIIIMIIIIIIMIIIIIIMMMIMIIMIIIIII 

Sbjct: 61879 aggttgcacagtcaaatctcaccaaggaccgttctatgaggaaaagctttgacatgggag 61938 
Query: 2408 gagaaactctgttgtctgtctgtcccatggtgccgaaggacttgggcaaatctttgtctg 2467 

I ! 1 I ! I I I 1 1 1 1 1 1 I i ' 1 I 1 1 I 

Sbjct: 61939 gagaaactctgttgtctgtctgtcccatggtgccgaaggacttgggcaaatctttgtctg 61998 
Query: 2 468 tgcaaaacctgatcaggtcgaccgaggaactgaatatacaactttcagggagtgagtcaa 2 527 

IIIIIIIIIMIIIIIIIIIIIIMIIIIMIIIIIIIIIMIIIMIIIIIIIIMIM 

Sbjct: 61999 tgcaaaacctgatcaggtcgaccgaggaactgaatatacaactttcagggagtgagtcaa 62058 
Query: 2 528 gtggctccagaggcagccaagatttttaccccaaatggagggaatccaaattgtttataa 2 587 

IIIIIIIIIMIIIMIIMIIMMIMIMIIIIIMMIIIIIIIIIIMIIIIMI 

Sbjct: 62059 gtggctccagaggcagccaagatttttaccccaaatggagggaatccaaattgtttataa 62118 
Query: 2 588 ctgatgaagaggtgggtcccgaagagacagagacagacacttttgatgccgcaccgcagc 2647 

I I i i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E I E 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 

Sbjct: 62119 ctgatgaagaggtgggtcccgaagagacagagacagacacttttgatgccgcaccgcagc 62178 
Query: 2 648 ctgccagggaagctgcctttgcatcagactctctaaggactggaaggtcacgatcatctc 27 07 

IMMMMMM I I I MM II MMMIIMM M Ml 

Sbjct: 62179 ctgccagggaagctgcctttgcatcagactctctaaggactggaaggtcacgatcatctc 62238 
Query: 2708 agagcatttgtaaggcaggagaaagtacagatgccctcagcttgcctcatgtcaaactga 2767 

MMIMM Mill Ml I Ml I I Ml Ml MIIIMI II 

Sbjct: 62239 agagcatttgtaaggcaggagaaagtacagatgccctcagcttgcctcatgtcaaactga 62298 
Query: 2768 aataa 2772 

Mill 

Sbjct: 62299 aataa 62303 

Score = 438 bits (221), Expect = e-120 
Identities = 221/221 (100%) 
Strand = Plus / Plus 

Query: 1221 tcagaagctaagttttaaggagcgagtgcgcatggctagccccaggggccagagtattaa 1280 

! , M I II I MM 1 1 li I M M M II M III 1 1 1 1 1 1 1 II I M M I 1 1 M M II M 1 1 1 

Sbjct: 310 tcagaagctaagttttaaggagcgagtgcgcatggctagccccaggggccagagtattaa 369 



Query: 1281 gagccgacaagcctcagtaggtgacaggaggtccccaagcaccgacatcacagccgaggg 1340 

llllll 1 1 II I II III II Mil Mill Mill lllllllllllll 

Sb j c t : 370 gagccgacaagcctcagtaggtgacaggaggtccccaagcaccgaca tcacagccgaggg 42 9 
Query: 1341 cagtcccaccaaagtgcagaagagctggagcttcaacgaccgaacccgcttccggccctc 1400 

MMIMIIIIIMI MMMMMMMMIMM Ml 

Sbjct : 430 cagtcccaccaaagtgcagaagagctggagcttcaacgaccgaacccgcttccggccctc 489 
Query: 1401 gctgcgcctcaaaagttctcagccaaaaccagtgatagatg 1441 

MM Mill IIIIIIMII lllllll Mill Mill MM 

Sbjct: 490 gctgcgcctcaaaagttctcagccaaaaccagtgatagatg 530 

Score = 268 bits (135), Expect = 2e-68 
Identities = 135/135 (100%) 
Strand = Plus / Plus 

Query: 1548 cagaattatgaaatttcatgttgcaaaacggaagtttaaggaaacattacgtccatatga 1607 

MM I II MM Ml MMM M I M l M MMM MM I ! M 

Sbjct: 57459 cagaattatgaaatttcatgttgcaaaacggaagtttaaggaaacattacgtccatatga 57518 
Query: 1608 tgtaaaagatgtcattgaacaatattctgctggtcatctggacatgttgtgtagaattaa 1667 

II I M MM I Ml M I MM MMM ! Ml I 

Sbjct: 57519 tgtaaaagatgtcattgaacaatattctgctggtcatctggacatgttgtgtagaattaa 57578 
Query: 1668 aagccttcaaacacg 1682 

MIMMIMIIIII 

Sbjct: 57579 aagccttcaaacacg 57593 

Score = 264 bits (133), Expect = 3e-67 
Identities = 133/133 (100%) 
Strand = Plus / Plus 

Query: 1682 gtgttgatcaaattcttggaaaagggcaaatcacatcagataagaagagccgagagaaaa 1741 

1 1 1 1 1 M 1 1 II 1 1 1 1 1 1 M I i 1 M M I ! 1 1 1 ! I ! 1 1 1 1 1 1 1 1 M I II 1 1 1 1 1 1 1 1 M i M 

Sbjct: 59453 gtgttgatcaaattcttggaaaagggcaaatcacatcagataagaagagccgagagaaaa 59512 
Query: 1742 taacagcagaacatgagaccacagacgatctcagtatgctcggtcgggtggtcaaggttg 18 01 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 ! 1 1 1 1 1 1 f 1 1 1 1 ! 1 1 1 1 1 1 ! 1 1 i 1 1 1 

Sbjct: 59513 taacagcagaacatgagaccacagacgatctcagtatgctcggtcgggtggtcaaggttg 59572 
Query: 1802 aaaaacaggtaca 1814 

MIMMIIIIM 

Sbjct: 59573 aaaaacaggtaca 59585 



Score = 218 bits (110) , Expect = le-53 
Identities = 110/110 (100%) 
Strand = Plus / Plus 



Query 1441 gctgacacagcccttggcactgatgatgtatatgatgaaaaaggatgccagtgtgatgta 1500 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMMIM 

Sbjct: 36634 gctgacacagcccttggcactgatgatgtatatgatgaaaaaggatgccagtgtgatgta 36693 
Query: 1501 tcagtggaagacctcaccccaccacttaaaactgtcattcgagctatcag 1550 

IIIIIIMIIIIIIIIIIIIMIIIIIIMIIMIIIIIIIIIIIMIM 

Sbjct: 36694 tcagtggaagacctcaccccaccacttaaaactgtcattcgagctatcag 36743 



>AL445569. 1.1. 47057 

Length = 47057 

Score = 733 bits (370), Expect = 0.0 
Identities = 394/401 (98%), Gaps = 6/401 (1%) 
Strand = Plus / Plus 

Query: 1 atgccccgccaccacgcgggaggagaggagggcggcgccgccgggctctgggtgaagagc 60 

IIMIIIIMIMIIIIIIIIMIIIIIIMIMIIMIIIIIIIIIIIIMIIMMM 

Sbjct: 4316 atgccccgccaccacgcgggaggagaggagggcggcgccgccgggctctgggtgaagagc 4375 
Query: 61 ggcgcagcggcggcggcggcgggcggggggcgcttgggcagcggcatgaaggatgtggag 120 

MM I U Ml Ml I IMM MMI I M MUM I MM 

Sbjct: 4376 ggcgcagcggcggcggcggcgggcggggggcgcttgggcagcggcatgaaggatgtggag 4435 
Query: 121 tcgggccggggcagggtgctgctgaactcggcagccgccaggggcgacggcctgctactg 180 

Mill IMIMIMII i illlMllillMIIIIIIMI ! MMMMIII 

Sbjct: 4436 tccggccggggcagggtgctgctgaactcggcagccgccaggggcgacggcctgctactg 4495 
Query : 181 ctgggcacccgcgcggccacgctcggtggcggcggcggtggcctgagggagagccgccgg 240 

IIIIIIIIIIMIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIMIIIIMMMMII 

Sbjct: 4496 ctgggcacccgcgcggccacgctcggtggcggcggcggtggcctgagggagagccgccgg 4555 
Query: 241 ggcaagcagggggcccggatgagcctgctggggaagccgctctcttacacgagtagccag 300 

II U MMMI M I I Ml I I Ill Ml 

Sbjct: 4556 ggcaagcagggggcccggatgagcctgctggggaagccgctctcttacacgagtagccag 4615 
Query: 301 agctgccggcgcaacgtcaagtaccggcgggtgcagaactacctgtacaacgtgctggag 360 

Ml I II MMMI M Ml I I I Mill Ml IU I MMM 

Sbjct: 4616 agctgccggcgcaacgtcaagtaccggcgggtgcagaactacctgtacaacgtgctggag 4675 
Query: 361 agaccccgcggctgggcgttcatctaccacgctttcgt 398 

IIMIIIIIMIIII II lllllll IIIMIIIIMI 

Sbjct: 4676 agaccccgcggctgggcgttcatctaccacgctttcgt 4713 



>AL360236. 26. 1.154998 

Length = 154998 



Score = 355 bits (179), Expect = le-94 
Identities = 179/179 (100%) 
Strand = Plus / Plus 

Query: 615 agataccattgttcttatcgcttcaatagcagttgtttctgcaaaaactcagggtaatat 674 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIMMMMI 

Sbjct: 99107 agataccattgttcttatcgcttcaatagcagttgtttctgcaaaaactcagggtaatat 99166 
Query 675 ttttgccacgtctgcactcagaagtctccgtttcctacagatcctccgcatggtgcgcat 734 

IIIIIIIIIIIIIIMIIIIIIIIIIIII MINI III I I IN 

Sbjct: 99167 ttttgccacgtctgcactcagaagtctccgtttcctacagatcctccgcatggtgcgcat 99226 
Query: 735 ggaccgaaggggaggcacttggaaattactgggttcagtggtttatgctcacagcaagg 793 

I i i 1 1 1 1 1 ; 1 1 1 ' ii:ii i : ' 1 1 i . i i ooooc 

Sbjct: 99227 ggaccgaaggggaggcacttggaaattactgggttcagtggtttatgctcacagcaagg 99285 



Score = 254 bits (128), Expect = 3e-64 
Identities = 128/128 (100%) 
Strand = Plus / Plus 

Query: 489 ggagttcgtgatgattgtcgtctttggtttggagttcatcattcgaatctggtctgcggg 548 

IIIIIIIIIIIIIIIIIIMIIIIIIIIIIII II Ml II I II I II II Ml 

Sbjct: 63722 ggagttcgtgatgattgtcgtctttggtttggagttcatcattcgaatctggtctgcggg 63781 
Query: 549 ttgctgttgtcgatatagaggatggcaaggaagactgaggtttgctcgaaagcccttctg 608 

iiimiiimiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiimiimiiiiiiiiiiiii 

Sbjct: 63782 ttgctgttgtcgatatagaggatggcaaggaagactgaggtttgctcgaaagcccttctg 63841 
Query: 609 tgttatag 616 

MINIM 

Sbjct: 63842 tgttatag 63849 



Score = 254 bits (128), Expect = 3e-64 
Identities = 128/128 (100%) 
Strand = Plus / Plus 

Query: 791 aggaattaatcacagcttggtacataggatttttggttcttattttttcgtctttccttg 850 

MIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIMIIIIMIIIMIIMI 

Sbjct: 99547 aggaattaatcacagcttggtacataggatttttggttcttattttttcgtctttccttg 99606 



Query- 851 tctatctggtggaaaaggatgccaataaagagttttctacatatgcagatgctctctggt 910 

INI Mill 1 1 1 1 III IIIIIIIIIIIMIIIIIIMIIIII 

Sbjct: 99607 tctatctggtggaaaaggatgccaataaagagttttctacatatgcagatgctctctggt 99666 
Query: 911 ggggcaca 918 

linn 

Sbjct: 99667 ggggcaca 99674 



Score - 222 bits (112), Expect = 9e-55 
Identities = 112/112 (100%) 
Strand = Plus / Plus 

Query* 919 attacattgacaactattggctatggagacaaaactcccctaacttggctgggaagattg 978 

1 1 1 1 1 i 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 

Sbjct: 127044 attacattgacaactattggctatggagacaaaactcccctaacttggctgggaagattg 127103 
Query* 979 ctttctgcaggctttgcactccttggcatttctttctttgcacttcctgccg 103 0 

IIMIIIIIIIIIIIIIIIMIIIII I M 1 1 II I 

Sbjct: 127104 ctttctgcaggctttgcactccttggcatttctttctttgcacttcctgccg 127155 



Score - 194 bits (98), Expect = 2e-46 
Identities = 98/98 (100%) 
Strand = Plus / Plus 

Query: 1123 cagtgtgtttggcgtagttacgcagctgatgagaaatctgtttccattgcaacctggaag 1182 

I i M 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 ! 1 1 1 M 1 1 1 1 M I ! 11 1 1 1 1 1 M M M M 1 1 M 1 1 it 11 

Sbjct: 142267 cagtgtgtttggcgtagttacgcagctgatgagaaatctgtttccattgcaacctggaag 142326 
Query: 1183 ccacacttgaaggccttgcacacctgcagccctaccaa 1220 

IIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIMI 

Sbjct: 142327 ccacacttgaaggccttgcacacctgcagccctaccaa 142364 



Score = 190 bits (96), Expect = 3e-45 
Identities = 96/96 (100%) 
Strand = Plus / Plus 

Query 103 0 ggcattcttggctcaggttttgcattaaaagtacaagaacaacaccgccagaaacacttt 1089 

IMi I L I I Nihil I Ml I I MM Ml M Ml 

Sbjct : 133095 ggcattcttggctcaggttttgcattaaaagtacaagaacaacaccgccagaaacacttt 133154 
Query: 1090 gagaaaagaaggaacccagctgccaacctcattcag 1125 

lllllllllllllllllllll I Mill lllllllll 

Sbjct: 133155 gagaaaagaaggaacccagctgccaacctcattcag 133190 



Score = 182 bits (92), Expect = 8e-43 
Identities - 92/92 (100%) 
Strand = Plus / Plus 



Query: 399 ttttctccttgtctttggttgcttgattttgtcagtgttttctaccatccctgagcacac 458 

IIIMIIIIIIIIIIIMIIIMIIIIIMIIIIIIIIIIIIIIIIIIIIIIIMIIIII 

Sbjct: 25695 ttttctccttgtctttggttgcttgattttgtcagtgttttctaccatccctgagcacac 25754 
Query: 459 aaaattggcctcaagttgcctcttgatcctgg 490 

MM M! II! MINI MUM MINIM I 

Sbjct: 25755 aaaattggcctcaagttgcctcttgatcctgg 25786 
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T 1: AL365232 . Human DNA sequenc...[gi: 13234949] 



Links 



LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



COMMENT 



GI:13234949 



( human ) 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini ; Hominidae ; Homo . 



AL365232 120846 bp DNA linear PRI 01-MAR-2001 

Human DNA sequence from clone RP11-257K9 on chromosome 6, complete 
sequence . 
AL365232 
AL365232 .24 
HTG . 

Homo sapiens 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 
1 (bases 1 to 120846) 
Williams, S . 
Direct Submission 

Submitted (01-MAR-2001) Sanger Centre, Hinxton, Cambridgeshire, 
CB10 ISA, UK. E-mail enquiries: humquery@sanger.ac.uk Clone 
requests : clonerequest@sanger .ac.uk 

On Mar 5, 2001 this sequence version replaced gi : 13160293 . 
During sequence assembly data is compared from overlapping clones. 
Where differences are found these are annotated as variations 
together with a note of the overlapping clone name. Note that the 
variation annotation may not be found in the sequence submission 
corresponding to the overlapping clone, as we submit sequences with 
only a small overlap as described above. 

This sequence was finished as follows unless otherwise noted: all 
regions were either double-stranded or sequenced with an alternate 
chemistry or covered by high quality data (i.e., phred quality >= 
30); an attempt was made to resolve all sequencing problems, such 
as compressions and repeats; all regions were covered by at least 
one plasmid subclone or more than one M13 subclone; and the 
assembly was confirmed by restriction digest. The following 
abbreviations are used to associate primary accession numbers given 
in the feature table with their source databases: Em:, EMBL; Sw: , 
SWISSPROT; Tr : , TREMBL; Wp:, WORMPEP; Information on the WORMPEP 
database can be found at 

http : / /www . sanger . ac . uk/ Pro j ects/C_elegans /wormpep This sequence 
was generated from part of bacterial clone contigs of human 
chromosome 6, constructed by the Sanger Centre Chromosome 6 Mapping 
Group. Further information can be found at 
ht tp : / /www . sanger . ac . uk/HGP/Chr6 

RP11-257K9 is from the library RPCI-11.1 constructed by the group 
of Pieter de Jong. For further details see 
http: //www.chori . org/ bacpac/ home . htm 
VECTOR: pBACe3 . 6 

IMPORTANT: This sequence is not the entire insert of clone 
RP11-257K9 It may be shorter because we sequence overlapping 
sections only once, except for a 100 base overlap. 

The true left end of clone RP11-257K9 is at 1 in this sequence. The 
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Craniata; Vertebrata; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



AL445569 47057 bp DNA linear PRI 17-OCT-2000 

Human DNA sequence from clone RP11-135M8 on chromosome 6, complete 
sequence . 
AL445569 AL161434 
AL445569.1 GI: 10862812 
HTG . 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 
1 (bases 1 to 47057) 
Bates, K. 

Direct Submission 

Submitted ( 16-OCT-2000 ) Sanger Centre, Hinxton, Cambridgeshire, 
CB10 ISA, UK. E-mail enquiries: humquery@sanger.ac.uk Clone 
requests : clonerequest@sanger .ac.uk 

During sequence assembly data is compared from overlapping clones. 
Where differences are found these are annotated as variations 
together with a note of the overlapping clone name. Note that the 
variation annotation may not be found in the sequence submission 
corresponding to the overlapping clone, as we submit sequences with 
only a small overlap as described above. 

This sequence has been finished according to sequence map criteria 
as follows. An attempt is made to resolve all sequencing problems, 
such as compressions and repeats, but not necessarily within known 
annotated human repeat sequence elements (e.g. Alu) . Where the 
sequence is ambiguous, there is an annotation using the 'unsure' 
feature key. 

The following abbreviations are used to associate primary accession 
numbers given in the feature table with their source databases : 
Em:, EMBL; Sw: , SWISSPROT; Tr : , TREMBL; Wp : , WORMPEP; Information 
on the WORMPEP database can be found at 

ht tp : / /www . sanger . ac . uk/ Pro j ect s /C_elegans /wormpep This sequence 
was generated from part of bacterial clone contigs of human 
chromosome 6, constructed by the Sanger Centre Chromosome 6 Mapping 
Group . Further information can be found at 
ht tp : / /www . sanger . ac . uk/HGP/Chr6 

RP11-135M8 is from the library RPCI-11.1 constructed at the Roswell 
Park Cancer Institute by the group of Pieter de Jong. For further 
details see http: //bacpac .med.buffalo.edu/ 
VECTOR: pBACe3 . 6 

IMPORTANT: This sequence is not the entire insert of clone 
RP11-135M8 It may be shorter because we sequence overlapping 
sections only once, except for a 100 base overlap. 

The true right end of clone RP3-474G15 is at 100 in this sequence. 
The true right end of clone RP11-135M8 is at 47057 in this 
sequence . 



http://www.ncbi.nlm.nih.gov/ento 10/2/2003 
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Craniata; Vertebrata; Euteleostomi ; 
Catarrhini ; Hominidae ; Homo . 



AL360236 154998 bp DNA linear PRI 19-MAR-2001 

Human DNA sequence from clone RP11-380M3 on chromosome 6, complete 
sequence . 
AL360236 

AL3 60236 .26 GI : 13398790 
HTG. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 
1 (bases 1 to 154998) 
Clark, G. 

Direct Submission 

Submitted (17-MAR-2001) Sanger Centre, Hinxton, Cambridgeshire, 
CB10 ISA, UK. E-mail enquiries: humquery@sanger.ac.uk: Clone 
requests : clonerequest@sanger .ac.uk 

On Mar 21, 2001 this sequence version replaced qi : 13161652 . 
During sequence assembly data is compared from overlapping clones. 
Where differences are found these are annotated as variations 
together with a note of the overlapping clone name. Note that the 
variation annotation may not be found in the sequence submission 
corresponding to the overlapping clone, as we submit sequences with 
only a small overlap as described above. 

This sequence was finished as follows unless otherwise noted: all 
regions were either double-stranded or sequenced with an alternate 
chemistry or covered by high quality data (i.e., phred quality >= 
30) ; an attempt was made to resolve all sequencing problems, such 
as compressions and repeats; all regions were covered by at least 
one plasmid subclone or more than one M13 subclone; and the 
assembly was confirmed by restriction digest. The following 
abbreviations are used to associate primary accession numbers given 
in the feature table with their source databases: Em:, EMBL ; Sw: , 
SWISSPROT; Tr:, TREMBL; Wp : , WORMPEP; Information on the WORMPEP 
database can be found at 

http: //www. Sanger .ac .uk/ Project s/C__elegans/wormpep This sequence 
was generated from part of bacterial clone contigs of human 
chromosome 6, constructed by the Sanger Centre Chromosome 6 Mapping 
Group. Further information can be found at 
http: //www. Sanger .ac .uk/HGP/Chr6 

RP11-380M3 is from the library RPCI-11.2 constructed by the group 
of Pieter de Jong. For further details see 
http: //www.chori . org /bacpac /home . htm 
VECTOR: pBACe3 . 6 

IMPORTANT: This sequence is not the entire insert of clone 
RP11-380M3 It may be shorter because we sequence overlapping 
sections only once, except for a 100 base overlap. 

The true left end of clone RP11-380M3 is at 1 in this sequence. The 



http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=nucleotide&^ 10/2/2003 



